Bioinformatic Prediction of S-Nitrosylation Sites in Large Protein Datasets.
S-nitrosylation is an essential and reversible posttranslational modification of proteins involved in numerous biological processes. The experimental determination of S-nitrosylation sites is laborious and time-consuming. Therefore, the use of computational prediction tools of this modification represents a convenient first approach to generate useful information for subsequent experimental verification. Here we describe an in silico analysis pipeline to integrate the use of several bionformatic tools while dealing with big query protein sets.